, each PTM contained therein (UID-NP) was related to all available UID-NPs in the database of human pathways via KEGG, resulting in 165 hotspot matches to 210 distinct pathways and 211 distinct human proteins. (B) Scatterplot showing the wide variety of hotspots >35%, relative to family (x-axis). Importantly -even those that do not match are also human PTMs. Thus, the result shows that several high-ranking hotspots, which are predicted to be biologically functional cannot be linked to a distinct pathway based on KEGG analysis.
, each PTM contained therein (UID-NP) was related to all available UID-NPs in the database of human pathways via KEGG, resulting in 165 hotspot matches to 210 distinct pathways and 211 distinct human proteins. (B) Scatterplot showing the wide variety of hotspots >35%, relative to family (x-axis). Importantly -even those that do not match are also human PTMs. Thus, the result shows that several high-ranking hotspots, which are predicted to be biologically functional cannot be linked to a distinct pathway based on KEGG analysis. . KEGG pathways with UIDs contained with high-ranking (>35% score) hotspots were arranged by maximum and mean hotspot probabilities (as described in Fig. 8 ). Each pathway is labeled in this graph. 
